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Background: Environmental surfaces of intensive care units
(ICUs) are suitable for the growth of Gram-negative bacteria. Nor-
mally, these strains that are circulating between the environment
and patients can cause outbreaks of nosocomial infections among
vulnerable patients. In this study, the genetic diversity of common
Enterobacteriaceae bacilli family in the environment of the ICUs
was evaluated.
Methods & Materials: During a 10-month period, samples
were collected from environmental surfaces of ICU departments
such as toilets, different surfaces, machineries and equipment, and
injectable solutions from 5 hospitals located in Qom, central Iran.
Swab samples were transferred on Blood Agar and sub-cultured on
MacConkeymedium, then suspected colonieswere inoculated into
the TSImedia anddifferential diagnosiswasdonebyusingdifferen-
tial culturemedia andbiochemical reactions for Enterobacteriaceae
family. Results were conﬁrmed by using API 20E kit. Genetic diver-
sity was evaluated by using universal primers in ERIC-PCR method.
The clonal relatedness of the strains were obtained using GelCom-
par II software.
Results: A total of 396 swab samples were collected and 1205
colonies were isolated including 194 colonies of Gram-negative
bacilli. Totally, 22% of the isolates belonged to Enterobacteriaceae
family including Klebsiella pnuamoniae (7.21%) and Enterobacter
cloacae (2.6%) as the most prevalent. Overall, 14 strains of K. pnu-
amoniae were identiﬁed. Band patterns of 2 cluster each with 2
strains had 90% similarity (one clone): two strains were isolated
from soap and pillow from hospitals I and III with one month inter-
val, two other strainswere isolated fromdining table and sink from
hospitals IV and V with 4 month interval. Overall, 5 strains of E.
cloacae were identiﬁed from hospitals IV and V. Band patterns of
these strains had less than 50% similarity and were considered as 5
distinct single types.
Conclusion: The results show the diversity of contaminating
sources and presence of different circulating clones of E. cloacae.
Isolation of similar clones of K. pneumonia from different hospi-
tals is crucial in aspect of controlling the spread of same clone of
nosocomial infections.
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Background: Infections acquired in health care settings are
among the major causes of death and increased morbidity among
hospitalized patients. This study is aimed at isolating and identi-
fying pathogenic microorganisms present in surface of facilities in
wards of selected primary health centres and their sensitivity to
commercial antibiotics.
Methods & Materials: Swab collection of specimen from dif-
ferent surfaces of beddings (pillows and bed sheets), toilet seats,
ﬂoor and door handles were collected in triplicates to evaluate the
hygienic status of the basic primary health centre This was done
or repeated at least two times in two weeks for male, female and
children wards of the six basic primary health centres selected
in Akure metropolis. A total of seven hundred and twenty (720)
swab samples were collected. The samples were analyzed using
microbiological standard. Antibiotic sensitivity test was carried
out on the pathogenic isolates using these drugs; nitrofurantoin;
chloramphenicol; streptomycin; tetracyclin, ampicillin; coltrimox-
azole; gentamycin; nalidixic acid oﬂoxacin while the antifungal
sensitivity test was done using Nystatin, Ketocunazole and Fulcin.
All the data obtained were subjected to descriptive one way analy-
sis of variance, SPSS version 16, Microsoft window 8 with Duncan
New Multiple Range Test as follow up test.
Results: A total of seven pathogenic bacteria and two yeasts
were isolated. These are Escherichia coli, Staphylococcus aureus,
Staphylococcus epidermidis, Proteus mirabilis, Bacillus subtilis, Pseu-
domonas aeruginosa, Klebsiella pneumonia, Candida albicans and
Candida dubliensis. The results showed that the highest bacterial
load of 53.33±1.86 cfu/ml was obtained from toilet from mater-
nity ward while the least bacterial load of 1.67±0.33 cfu/ml was
obtained from the pillows of pediatric ward. Their sensitivity test
to commercial antibiotics showed thatPseudomonas aeruginosa and
Staphylococcus aureus are the most resistant bacteria to the antibi-
otics they were subjected to. Generally, Oﬂoxacin exert the highest
inhibitoryeffect against all thebacteria,whilemostof themshowed
resistance to tetracycline and streptomycin.
Conclusion: It couldbe inferred fromthe results thatpathogenic
microorganisms that are resistance to some commonly used drugs
can be acquired from these health centres. Therefore, adequate
ward hygiene is necessary to reduce hospital acquired infections.
http://dx.doi.org/10.1016/j.ijid.2016.02.707
